Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.001 Å; R factor = 0.037; wR factor = 0.098; data-to-parameter ratio = 38.7.
Related literature
For the biological activity of oxazolidinone derivatives, see: Michalska et al. (2012) ; Mathur et al. (2013) ; Jindal et al. (2013) . For related structures, see: Bach et al. (2001) ; Tsui et al. (2013) . For detailed of the synthesis, see: Madesclaire et al. (2013) .
Experimental
Crystal data C 10 H 9 ClN 2 O 4 M r = 256.64
Monoclinic, P2 1 a = 7.2372 (1) Å b = 6.6726 (1) Å c = 11.7126 (2) Å = 106.715 (1) V = 541.71 (1) Å 3 Z = 2 Mo K radiation = 0.36 mm À1 T = 296 K 0.52 Â 0.49 Â 0.34 mm
Data collection
Bruker APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2012) T min = 0.915, T max = 1.000 12895 measured reflections 6114 independent reflections 5384 reflections with I > 2(I) R int = 0.014 Refinement R[F 2 > 2(F 2 )] = 0.037 wR(F 2 ) = 0.098 S = 1.06 6114 reflections 158 parameters 1 restraint H atoms treated by a mixture of independent and constrained refinement Á max = 0.33 e Å À3 Á min = À0.44 e Å À3 Absolute structure: Flack (1983) , 2348 Friedel pairs Flack parameter: À0.03 (3) Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx þ 1; y þ 1 2 ; Àz þ 1; (ii) Àx; y À 1 2 ; Àz; (iii) x þ 1; y; z.
Data collection: APEX2 (Bruker, 2012) ; cell refinement: SAINT (Bruker, 2012) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and PLATON (Spek, 2009 ); software used to prepare material for publication: publCIF (Westrip, 2010) .
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: KP2451). 
Comment
Oxazolidinones are a new class of synthetic antimicrobial agents. Linezolid is the first oxazolidinone approved for human use in the treatment of multidrug-resistant gram-positive bacterial infections (Michalska et al., 2012; Mathur et al., 2013) .
Linezolid may also offer novel disease modifying and symptomatic therapeutic potential for the treatment of anxiety disorders (Jindal et al., 2013) .
The molecular structure of the title compound ( Fig. 1 ) reveals a planar oxazolidinone ring with a mean deviation of 0.0204 (8) Å, maximum deviation from planarity being 0.0328 (8) Å for atom C5. The dihedral angle between the mean oxazolidinone plane and the phenyl ring is 56.21 (3)°. The p-NO 2 group form a interplanar angle of 6.79° with the benzene ring. In the crystal, molecules are linked through N3-H3···O15 hydrogen bonds into infinite zigzag chains extending along the b axis (Table 1, Fig. 2 ). In chains, molecules are regularly arranged in head-to-tail sequence allowing N-O···π stacking interactions which reinforce the chain cohesion ( Fig. 2 and 3) . These stacking forces are characterized by two N13-O15···C g i, iv [symmetry code: i: -x + 1, y + 1/2, -z + 1; iv: -x + 1, y -1/2, -z + 1] interactions with distances of 3.478 (1) Å and 3.238 (1) Å between the O15 atom and centroid, C g , of the (C7-C12) aromatic rings. Adjacent chains build the three dimensional network via C6-H6···O16 and C11-H11···Cl17 interactions ( Table 1) .
The title coumpound exhibits structural similarities with related structures (Bach et al., 2001; Tsui et al., 2013) .
Experimental
The title compound was obtained as a by-product from the reaction of 4-[hydroxy(4-nitrophenyl)methyl]-1,3oxazolidin-2-one and benzenesulfonyl chloride with pyridine in chloroform. The synthesis process is described by Madesclaire et al. (2013) . After isolation and purification by column chromatography, crystals suitable for X-ray analysis were obtained by slow evaporation from a mixture of ethyl acetate-cyclohexane (1:1 vol.) solution.
Refinement
H atoms were all found in a difference map, but those bonded to C were refined using a riding model with U iso (H) = 1.2 U eq (C) and C-H = 0.93-0.98 Å. The H atom bonded to N was freely refined. The highest peak and the deepest hole in the difference Fourier map are located 0.70 and 1.02 Å, respectively from C11 and C8 atoms. The absolute structure was determined on the basis of 2348 Friedel pairs.
Computing details
Data collection: APEX2 (Bruker, 2012) ; cell refinement: SAINT (Bruker, 2012) ; data reduction: SAINT (Bruker, 2012) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and PLATON (Spek, 2009) ; software used to prepare material for publication: publCIF (Westrip, 2010) . Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 −0.27342 (14) 1.09892 (14) 0.00860 (7) 0.04046 (18) 0.0723 (7) 0.0370 (4) 0.0576 (6) −0.0051 (4) 0.0321 (5) 0.0057 (4) Cl17 0.03212 (10) 0.03645 (11) 0.03473 (10) −0.00833 (9) 0.00727 (7) −0.00087 (8) Geometric parameters (Å, º) 
